SEQ ID NO: 12 (searched SEQ ID NO: 11; has mismatch therefore SEQ ID NO: 
11) . 



RESULT 11 
HSU70323 

LOCUS HSU7032 3 44 81 bp mRNA PRI 2 0-NOV- 

1996 

DEFINITION Human ataxin-2 (SCA2) mRNA, complete cds . 
ACCESSION U70323 

VERSION U70323.1 GI: 1679683 

KEYWORDS 

SOURCE human . 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; 
Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 (bases 1 to 4481) 

AUTHORS Pulst,S.-M., Nechiporuk, A. , Nechiporuk, T . , Gispert,S., 
Chen,X. -N. , 

Lopes-Cendes, I. , Pearlman,S. , Starkman,S. , Orozco-Diaz , G . , 
Lunkes^A., DeJong,P., Rouleau, G .A. , Auburger,G., 
Korenberg, J.R. , 

Figueroa,C. and Sahba,S. 

Moderate expansion of a normally biallelic trinucleotide 



TITLE 
repeat in 

JOtmNAL 
MEDLINE 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

Blvd. , 

FEATURES 

source 



gene 
CDS 



spinocerebellar ataxia type 2 
Nature Genet. 14 (3), 269-276 (1996) 
97051920 

2 (bases 1 to 4481) 
Pulst, S . -M. 
Direct Submission 

Submitted (10 -SEP- 1996) Medicine, Cedars-Sinai, 8700 Beverly 

Los Angeles, CA 90048, USA 

Location/Qualifiers 
1. .4481 

/organism="Homo sapiens" 
/db_xref="taxon: 9606" 
/chromosome= " 12 " 
/map="12q24.1" 
163. .4101 
/gene="SCA2 " 
163. .4101 
/gene="SCA2 " 

/standard_name="spinocerebellar ataxia type 2" 

/codon_start=l 

/product= "ataxin-2 " 

/protein_id="AAB19200 .1" 

/db xref="GI: 1679684" 



/translation="MRSAAAAPRSPAVATESRRFAAARWPGWRSLQRPARRSGRGGGG 
AAPGPyPSAAPPPPGPGPPPSRQSSPPSASDCFGSNGNGGGAFRPGSRRLLGLGGPPR 



PFVWLLPLASPGAPPAAPTRASPLGARASPPRSGVSLARPAPGCPRPACEPVYGPLT 



MSLKPQQQQQQQQQQQQQQQQQQQQQQPPPAAANVRKPGGSGLLASPAAAPSPSSSSV 

SSSSATAPSSWAATSGGGRPGLGRGRNSNKGLPQSTISFDGIYANMRMVHILTSWG 

SKCEVQVKNGGIYEGVFKTYSPKCDLVLDAAHEKSTESSSGPKREEIMESILFKCSDF 

VWQFKDMDSSYAKRDAFTDSAISAKVNGEHKEKDLEPWDAGELTANEELEALENDVS 

NGWDPNDMFRYNEENYGWSTYDSSLSSYTVPLERDNSEEFLKREARANQLAEEIESS 

AQYKARVALENDDRSEEEKYTAVQRNSSEREGHSINTRENKYIPPGQRNREVISWGSG 

RQNSPRMGQPGSGSMPSRSTSHTSDFNPNSGSDQRWNGGVPWPSPCPSPSSRPPSRY 

QSGPNSLPPRAATPTRPPSRPPSRPSRPPSHPSAHGSPAPVSTMPKRMSSEGPPRMSP 

KAQRHPRNHRVSAGRGSISSGLEFVSHNPPSEAATPPVARTSPSGGTWSSWSGVPRL 

SPKTHRPRSPRQNSIGNTPSGPVLASPQAGIIPTEAVAMPIPAASPTPASPASNRAVT 

PSSEAKDSRLQDQRQNSPAGNKENIKPNETSPSFSKAENKGISPWSEHRKQIDDLKK 

FKNDFRLQPSSTSESMDQLLNKNREGEKSRDLIKDKIEPSAKDSFIENSSSNCTSGSS 

KPNSPSISPSILSNTEHKRGPEVTSQGVQTSSPACKQEKDDKEEKKDAAEQVRKSTLN 

PNAKEFNPRSFSQPKPSTTPTSPRPQAQPSPSMVGHQQPTPVYTQPVCFAPNMMYPVP 

VS PGVQPL YP I PMTPMPVNQAKT YRAVPNMPQQRQDQHHQS AMMHPAS AAGPPI AATP 

PAYSTQYVAYSPQQFPNQPLVQHVPHYQSQHPHVYSPVIQGNARMMAPPTHAQPGLVS 

SSATQYGAHEQTHAMYACPKLPYNKETSPSFYFAISTGSLAQQYAHPNATLHPHTPHP 

QPSATPTGQQQSQHGGSHPAPSPVQHHQHQAAQALHLASPQQQSAIYHAGLAPTPPSM 

TPASNTQSPQNSFPAAQQTVFTIHPSHVQPAYTNPPHMAHVPQAHVQSGMVPSHPTAH 

APMMLMTTQPPGGPQAALAQSALQPIPVSTTAHFPYMTHPSVQAHHQQQL" 
BASE COUNT 1144 a 1380 c 1014 g 943 t 

ORIGIN 

Query Match 94.1%; Score 25.4; DB 9; Length 4481; 

Best Local Similarity 96.3%; Pred. No. 62; 

Matches 26; Conservative 0; Mismatches 1; Indels 0; 
Gaps 0; 

Qy 1 cgctcggcgcccgcgcgtccccgccgc 27 

Illllllllllll Illllllllllll 

Db 53 9 CGCTCGGCGCCCGTGCGTCCCCGCCGC 565 



SEQ ID MO: 1 



RESULT 2 
HSU70323 

LOCUS HSU70323 4481 bp mRNA PRI 20-NOV-1996 

DEFINITION Human ataxin-2 (SCA2) mRNA, complete cds . 
ACCESSION U70323 

VERSION U70323.1 GI: 1679683 

KEYWORDS 

SOURCE human . 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 (bases 1 to 44 81} 

AUTHORS Pulst,S.-M., Nechiporuk^A. , Nechiporuk,T. , Gispert,S., Chen,X.-N., 

Lopes-Cendes, I . , Pearlman,S., Starkman,S., Orozco-Diaz,G. , 

Lunkes,A., DeJong,P., Rouleau, G. A. , Auburger,G., Korenberg, J.R. , 

Figueroa,C. and Sahba,S. 
TITLE Moderate expansion of a normally biallelic trinucleotide repeat in 

spinocerebellar ataxia type 2 
JOURNAL Nature Genet. 14 (3), 269-276 (1996) 
MEDLINE 97051920 
REFERENCE 2 (bases 1 to 4481) 
AUTHORS Pulst,S. -M. 
TITLE Direct Submission 

JOURNAL Submitted (lO-SEP-1996) Medicine, Cedars-Sinai, 8700 Beverly Blvd. , 
Los Angeles, CA 90048, USA 
FEATURES Location/Qualifiers 
source 1. .4481 

/organism="Homo sapiens" 
/ db_xr e f = " t axon : 9 6 0 6 " 
/ chromosome^ "12" 
/map=="12q24.1" 
gene 163. .4101 

/gene="SCA2 " 
CDS 163. .4101 

/gene="SCA2 " 

/standard_name=" spinocerebellar ataxia type 2" 

/codon_start=l 

/product= "ataxin-2" 

/protein_id= "AAB19200 . 1 " 

/db_xref="GI : 1679684" 

/translation= "MRSAAAAPRSPAVATESRRFAAARWPGWRSLQRPARRSGRGGGG 
AAPGPYPSAAPPPPGPGPPPSRQSSPPSASDCFGSNGNGGGAFRPGSRRLLGLGGPPR 
P FWVLLPLAS PGAP P AAPTRAS PLGARAS P PRSGVS LARP APGC PRPACE P VYGPLT 
MSLKPQQQQQQQQQQQQQQQQQQQQQQPPPAAANVRKPGGSGLLASPAAAPSPSSSSV 
SSSSATAPSSWAATSGGGRPGLGRGRNSNKGLPQSTISFDGIYANMRMVHILTSWG 
SKCEVQVKNGGIYEGVFKTYSPKCDLVLDAAHEKSTESSSGPKREEIMESILFKCSDF 
VWQFKDMDSSYAKRDAFTDSAISAKVNGEHKEKDLEPWDAGELTANEELEALENDVS 
NGWDPNDMFRYNEENYGWSTYDSSLSSYTVPLERDNSEEFLKREARANQLAEEIESS 
AQYKARVALENDDRSEEEKYTAVQRNSSEREGHS INTRENKYI PPGQRNREVISWGSG 
RQNSPRMGQPGSGSMPSRSTSHTSDFNPNSGSDQRWNGGVPWPSPCPSPSSRPPSRY 
QSGPNSLPPRAATPTRPPSRPPSRPSRPPSHPSAHGSPAPVSTMPKRMSSEGPPRMSP 
KAQRHPRNHRVSAGRGSISSGLEFVSHNPPSEAATPPVARTSPSGGTWSSWSGVPRL 
SPKTHRPRSPRQNSIGNTPSGPVLASPQAGIIPTEAVAMPIPAASPTPASPASNRAVT 
PSSEAKDSRLQDQRQNSPAGNKENIKPNETSPSFSKAENKGISPWSEHRKQIDDLKK 
FKNDFRLQPSSTSESMDQLLNKNREGEKSRDLIKDKIEPSAKDSFIENSSSNCTSGSS 
KPNSPSISPSILSNTEHKRGPEVTSQGVQTSSPACKQEKDDKEEKKDAAEQVRKSTLN 
PNAKEFNPRSFSQPKPSTTPTSPRPQAQPSPSMVGHQQPTPVYTQPVCFAPNMMYPVP 
VSPGVQPLYPIPMTPMPVNQAKTYRAVPNMPQQRQDQHHQSAMMHPASAAGPPIAATP 
PAYSTQYVAYSPQQFPNQPLVQHVPHYQSQHPHVYSPVIQGNARMMAPPTHAQPGLVS 
SSATQYGAHEQTHAMYACPKLPYNKETSPSFYFAISTGSLAQQYAHPNATLHPHTPHP 
QPSATPTGQQQSQHGGSHPAPSPVQHHQHQAAQALHLASPQQQSAIYHAGLAPTPPSM 



BASE COUNT 
ORIGIN 



TPASNTQSPQNSFPAAQQTVFTIHPSHVQPAYTNPPHMAHVPQAHVQSGMVPSHPTAH 
APMMLMTTQPPGGPQAALAQSALQPI PVSTTAHFPYMTHPSVQAHHQQQL " 
1144 a 1380 c 1014 g 943 t 



Query Match 100.0%; Score 24; DB 9; Length 4481; 

Best Local Similarity 100.0%; Pred. No. 0.044; 

Matches 24; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 ctccgcctcagactgttttggtag 24 

IIIIIIIIIIIIIIMIIIIIIII 

Db 375 CTCCGCCTCAGACTGTTTTGGTAG 398 



SEQ ID NO: 2 



RESULT 4 
HSU70323/C 

LOCUS HSU70323 4481 bp mRNA PRI 20-NOV-1996 

DEFINITION Human ataxin-2 (SCA2) mRNA, complete cds . 
ACCESSION U703 23 

VERSION U70323.1 01:1679683 

KEYWORDS 

SOURCE human . 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 (bases 1 to 4481) 

AUTHORS Pulst,S.-M., Nechiporuk,A. , Nechiporuk, T . , Gispert,S., Chen,X.-N., 

Lopes-Cendes, I . , Pearlman, S . , Starkman, S . , Orozco-Diaz , G . , 

Lunkes,A., DeJong,P., Rouleau, G. A. , Auburger^G., Korenberg, J.R. , 

Figueroa,C. and Sahba,S. 
TITLE Moderate expansion of a normally biallelic trinucleotide repeat in 

spinocerebellar ataxia type 2 
JOURNAL Nature Genet. 14 (3), 269-276 (1996) 
MEDLINE 97051920 
REFERENCE 2 (bases 1 to 4481) 
AUTHORS Pulst,S. -M. 
TITLE Direct Submission 

JOURNAL Submitted (lO-SEP-1996) Medicine, Cedars-Sinai, 8700 Beverly Blvd. , 
Los Angeles, CA 90048, USA 
FEATURES Location/Qualifiers 
source 1. .4481 

/organism="Homo sapiens" 
/ db_xr e f = " t axon : 9 6 0 6 " 
/ chr omo s ome ="12" 
/map="12q24.1" 
gene 163. .4101 

/gene="SCA2 " 
CDS 163. .4101 

/gene="SCA2 " 

/standard_name=" spinocerebellar ataxia type 2" 

/codon_start=l 

/product= "ataxin-2 " 

/protein_id= "AAB19200 . 1" 

/db_xref="GI : 1679684" 

/translation= "MRSAAAAPRSPAVATESRRFAAARWPGWRSLQRPARRSGRGGGG 
AAPGPYPSAAPPPPGPGPPPSRQSSPPSASDCFGSNGNGGGAFRPGSRRLLGLGGPPR 
PFWVLLPLASPGAPPAAPTRASPLGARASPPRSGVSLARPAPGCPRPACEPVYGPLT 
MSLKPQQQQQQQQQQQQQQQQQQQQQQPPPAAANVRKPGGSGLLASPAAAPSPSSSSV 
SSSSATAPSSWAATSGGGRPGLGRGRNSNKGLPQSTISFDGIYANMRMVHILTSWG 
SKCEVQVKNGGIYEGVFKTYSPKCDLVLDAAHEKSTESSSGPKREEIMESILFKCSDF 
WVQFKDMDSSYAKRDAFTDSAISAKVNGEHKEKDLEPWDAGELTANEELEALENDVS 
NGWDPNDMFRYNEENYGWSTYDSSLSSYTVPLERDNSEEFLKREARANQLAEEIESS 
AQYKARVALENDDRSEEEKYTAVQRNSSEREGHSINTRENKYIPPGQRNREVISWGSG 
RQNSPRMGQPGSGSMPSRSTSHTSDFNPNSGSDQRWNGGVPWPSPCPSPSSRPPSRY 
QSGPNSLPPRAATPTRPPSRPPSRPSRPPSHPSAHGSPAPVSTMPKRMSSEGPPRMSP 
KAQRHPRNHRVSAGRGSISSGLEFVSHNPPSEAATPPVARTSPSGGTWSSWSGVPRL 
SPKTHRPRS PRQNS IGNTPSGPVLASPQAGI I PTEAVAMP I PAASPTPASPASNRAVT 
PSSEAKDSRLQDQRQNSPAGNKENIKPNETSPSFSKAENKGISPWSEHRKQIDDLKK 
FKNDFRLQPSSTSESMDQLLNKNREGEKSRDLIKDKIEPSAKDSFIENSSSNCTSGSS 
KPNSPSISPSILSNTEHKRGPEVTSQGVQTSSPACKQEKDDKEEKKDAAEQVRKSTLN 
PNAKEFNPRSFSQPKPSTTPTSPRPQAQPSPSMVGHQQPTPVYTQPVCFAPNMMYPVP 
VSPGVQPLYPIPMTPMPWQAKTYRAVPNMPQQRQDQHHQSAMMHPASAAGPPIAATP 
PAYSTQYVAYSPQQFPNQPLVQHVPHYQSQHPHVYSPVIQGNARMMAPPTHAQPGLVS 
SSATQYGAHEQTHAMYACPKLPYNKETSPSFYFAISTGSLAQQYAHPNATLHPHTPHP 



Si 



QPSATPTGQQQSQHGGSHPAPSPVQHHQHQAAQALHLASPQQQSAIYHAGLAPTPPSM 
TPASNTQSPQNSFPAAQQTVFTIHPSHVQPAYTNPPHMAHVPQAHVQSGMVPSHPTAH 
APMMLMTTQPPGGPQAALAQSALQPI PVSTTAHFPYMTHPSVQAHHQQQL " 

BASE COUNT 1144 a 1380 c 1014 g 943 t 

ORIGIN 

Query Match 100.0%; Score 20; DB 9; Length 4481; 

Best Local Similarity 100.0%; Pred. No. 77; 

Matches 20; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 gtggccgaggacgaggagac 2 0 

MIIIIIIIIIIIIIIIMI 

Db 833 GTGGCCGAGGACGAGGAGAC 814 



